.The evolutionary history was inferred by using the ML method based on the WAG model. The tree with the highest log likelihood (-1290.8345 ) is shown. The percentage of trees in which the associated taxa clustered together is shown next to the branches; only the values ≥ 50% are shown here. A discrete Gamma distribution was used to model evolutionary rate differences among sites (+G, parameter = 2.1877). The tree is drawn to scale, with branch lengths measured in the number of substitutions per site. The analysis involved 35 amino acid sequences. All positions containing gaps and missing data were eliminated. There were a total of 79 positions in the final dataset.
Figure S2. Evaluation of 3D models of SNCA proteins. (A)
Ramachandran plots of sarcopterygian ancestral, mammalian ancestral and non-primate placental mammals specific SNCA proteins. (B) Quality of models have been examined with the help of Errat. Overall quality factor is expressed as percentage of the protein for which the calculated error value falls below the 95% rejection limit, calculated by Errat. Figure S3 . Structural analysis of mutant models of human SNCA generated from Modeller. Human specific mutations involved in FPD are red color coded. NMR structure of SNCA was obtained from PDB (1XQ8). Overall quality factor is expressed as percentage of the protein for which the calculated error value falls below the 95% rejection limit, calculated by Errat. Interactions that transpired specific to catarrhines. 
